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Figure 1  - Reliability of Plasmodium falciparum gametocyte densities estimated by 
individual quantitative nucleic acid sequence-based amplification (QT-NASBA) 
Panels depict hypothetical ‘true’ and estimated gametocyte densities for assays j = 1,2,…,12, 
alongside the g statistics (see Table 1 in the main text) for each corresponding calibration 
curve.  Solid lines indicate medians and 95% fiducial prediction intervals [see Equation (7) in 
the main text] of the estimated gametocytaemia calculated from the homescedastic linear 
model (HoLM). Dashed lines indicate the medians and 95% Bayesian credible intervals 
(BCIs) of the corresponding gametocytaemia posterior distributions, again calculated from 
the HoLM.  Dark and light grey lines correspond to, respectively, uncertainty intervals for 
m = 1 time to positivity (TTP) observation and the mean of m = 3 TTP observations.  
